[Identify the original plant of Forsythia suspensa by nucleotide sequence].
To investigate the means of distinguishing the original plant of Forsythia suspensa from confusion. To amplify the chloroplast matK gene by PCR using a consensus primer set and determine their nucleotide sequence by PCR direct sequencing. The ITS sequences were gained from NCBI. The characteristic analysis of matK and ITS sequences were generated using Clustal aligned. There were 30 bp and 8 bp unique nucleotide in ITS and matK sequence in Forsythia suspensa. The matK gene and ITS sequences might be good molecular marker to be used to identify the original plant of Forsythia suspensa. The sequence analysis of matK gene ITS sequences might become the mean to identify the original plant of Forsythia suspensa.